: An example of a Kirby-Bauer disc diffusion assay with positive control disc (Imipenem, 4 mg/l, 'IMP') and negative control (60% methanol, 'M'). Some of the discs labelled 1-14 show inhibition of S. aureus growth due to the diffusion of extracts into the agar. Figure S3 . A maximum-likelihood phylogenetic tree based on whole genome sequence data of 26 S. aureus genomes mapped to EMRSA15 reference genome HO 5096 0412 (2,832,299 bp). The panel on the right indicates susceptibility to 22 antibiotics assayed using the VITEK system with resistance/sensitivity assigned using designated MIC breakpoints for each antibiotic (red = resistant, white = susceptible). The phylogenetic tree was generated using a GTR model of nucleotide substitution and a GAMMA model of rate heterogeneity in RaxML. 
